We have sequenced the complete genome of a hepatitis B virus (A938) obtained from serum of a patient with a high-titred, HBeAg-positive infection. The DNA sequence (3221 bp) was 99.2%, 95.4%, 90.9% and 89% homologous to the sequences of subtypes adw2 (3), adw (1), adr (5) and ayw (9). The adw2 subtype of the A938 virus was verified by analysing the subtype specific amino acids of the major surface antigen. Table 1 shows the localization of the four open reading frames P, S, C and X within the complete genome.
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Three ayw genomes had valines at amino acid position 103, two had glycine.
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